In an interesting work published recently in PNAS, Drake et al.
(1) presented a proteomic study of the skeleton from the stony coral Stylophora pistillata. This study identified proteins that are associated to the mineral phase (i.e., that potentially contribute to shape the skeleton). In other words, this set of proteins is supposed to represent the so-called "biomineralization toolkit." Although some of the 36 proteins reported in Drake et al.
(1) appear as genuine extracellular matrix (ECM) proteins related to biomineralization, such as coral acid-rich proteins or carbonic anhydrase, some others are obvious intracellular contaminants that should not be considered as skeletal organic matrix proteins (SOMPs).
Indeed, Drake et al.
(1) observed proteins from the cytoskeleton, such as actins, tubulins, and myosin. These proteins are intracellular components and should not be named SOMPs: as far as we know, there is no scientific evidence that they interact directly with the growing biomineral. We consider that the integration of intracellular components to the growing list of calcifying-matrix proteins is misleading and detrimental to our understanding of biocalcification mechanisms and to the elaboration of molecular models, and this problem needs to be carefully appreciated.
In our hands, when similarly investigating SOMPs from the coral Acropora millepora, we observed cytoskeletal proteins that were contaminants from calicoblastic cellular debris ( Fig. 1 and Table 1 ). These contaminants could be simply removed by extensive and appropriate cleaning of the biomineral (Fig.  1) . By using two types of sample treatment, we demonstrated convincingly that the presence of cytoskeletal proteins indicates an inadequate cleaning of the biomineral structures, which typically hold superficial contamination from skeleton-neighboring tissues (Table 1) .
According to the most commonly accepted view, the formation of metazoan calcified skeletons results from the secretion of an acellular matrix that remains occluded within the biomineral phase once precipitated. During this extracellular process, cellular contaminants can be entrapped in void structures (such as the microcavities present inside all the aragonitic skeleton of stony corals), and need to be removed by thorough incubation of skeleton fine powder (< 200 μm) in concentrated sodium hypochlorite [10% (vol/vol), 5 h] before extraction and further proteomic analysis of the biomineralization proteins. This simple treatment removes most-if not all-cellular debris, leaving intact the skeleton-associated proteins, the true SOMPs that are part of the biomineralization toolkit.
We are convinced by our previous experiments (2-4)-which are reproducible and coherent with the current understanding of biomineralization processes-that a careful and appropriate cleaning of biominerals is crucial for generating accurate proteomic data and further correctly interpreting the results.
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